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<120> HORMONALLY UP-REGULATED, NEU-TUMOR-ASSOCIATED KINASE 

<130> 22253-70421 
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<151> 2000-12-21 

<160> 18 

<170> Patentln Ver. 2.1 

<210> 1 
<211> 5024 
<212> DNA 

<213> Murinae gen. sp. 
<400> 1 

gcaggaggag ccagggcagc cccgggagcc ggaggaggag cggctgcgag cgcgggagcc 60 

gagcgagcgc gatgccggca gcggcggggg acgggctctt gggcgagccg gcggcaccgg 120 

ggggcgatgg aggcgcggag gacacgacca ggccggcggc ggcctgcgag ggaagtttcc 180 

tgcccgcctg ggtgagcggc gtgtcccgcg agcggctccg ggacttccag caccacaagc 240 

gcgtgggcaa ctacctcatc ggcagcagga agctgggaga gggctccttc gccaaggtgc 300 

gcgaggggct gcacgtgctg acgggagaaa aggtagctat caaggtcatc gataagaaaa 360 

gagccaagaa agacacctac gtcaccaaaa acctgcgtcg agaggggcag atccagcaga 420 

tgatccgaca ccccaacatc acacagctcc tggacatctt ggagacagag aacagctact 480 

acctggtcat ggagctgtgt cctggtggca acctcatgca caagatctac gaaaagaaac 540 

ggttggatga agccgaggcc cgcagataca tccggcaact catctctgcg gtggaacacc 600 

tgcaccgtgc gggggtggtt cacagagact tgaagataga gaatttgcta ctagatgaag 660 

acaataatat caagctgatt gactttggct tgagcaactg tgcagggatc ctaggttact 720 

cggatccatt cagcacacag tgtggcagcc ctgcctatgc tgcgccagaa ctgcttgcca 780 

ggaagaaata tggccccaaa attgatgtct ggtcaatagg cgtgaacatg tatgccatgc 840 

tgacggggac cctacctttc actgtggagc ctttcagcct gagggctctg tatcagaaga 900 

tggtggacaa agcaatgaat cccctgccga cccagctctc cacaggggcc gtcaactttc 960 

tgcgctccct cctggaacca gaccctgtga agaggccgaa tatccagcaa gcgctggcga 1020 

atcgctggtt gaatgagaat tacactggaa aggtgccctg caatgtcacc tatcccaaca 1080 

ggatttcttt ggaagacctg agtcccagcg tggtgctgca catgactgaa aagctgggct 1140 

ataagaacag tgacgtcatc aacacggtgc tctccaaccg cgcctgccac atcctggcca 1200 

tctacttcct gttgaacaag aaacttgagc gctatttgtc agggaaatca gatatccaag 1260 

atagcatctg ctacaagacc cagctctacc agatagagaa gtgcagagcc accaaggagc 1320 

cctatgaggc ctccctggat acctggacga gggactttga attccatgct gtgcaggata 1380 
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aaaagcccaa agaacaagaa aaaagaggtg attttctcca ccgtccgttt tccaagaagt 1440 
tggacaagaa cctgccttct cacaaacagc catcgccctc gctgatcaca cagctccaga 1500 
gtaccaaagc cctgctcaaa gacaggaagg cctccaagtc aggcttcccc gacaaagatt 1560 
ccttcgtctg ccgcaatctt ttccgaaaaa cctctgattc caattgtgtg gcttcttctt 1620 
ccatggaatt catccctgtc ccacctccca ggacaccaag gattgtaaag aaactagagc 1680 
cacaccaacc agggccggga agtgccagca tcctccccaa ggaagagccc ctgctgctgg 1740 
atatggtacg ctcctttgag tctgtggatc gagaggacca catagaactg ctgtcccctt 1800 
ctcaccatta taggatcctg agctcgcctg tgagcctggc tcgtaggaat tctagtgaga 1860 
ggacactctc ccaggggctg ctgtccggaa gtacctcacc tctccaaact ccactgcatt 1920 
ccacgctggt ctcttttgcc cacgaagaaa agaacagccc cccgaaagag gagggtgtgt 1980 
gttcaccgcc tcccgttccc agtaatggcc tcctgcagcc tctggggagc cccaactgtg 2040 
tgaagagcag gggacggttc cccatgatgg gcatcggaca gatgctgagg aagcggcacc 2100 
agagcctgca gccttcctca gagaggtccc tggacgccag catgtcccct ctgcagccca 2160 
tagccccctc cagcctctcc tttgacatgg ccgacggtgt caagggccag tgttaacctg 2220 
ggatggcaag attctgggtc tctgtgagga cagccacgga acagagctcc acacaggcag 2280 
gcaccagggc atgggtgaac aacctcacgg gagcatcctt tattctttta tacctgccac 2340 
acaaagtccc acgcttgtat cagctgaagt ccacactcaa agtccacgca cttacttagg 2400 
gaccctctga gacgctgcca ctagggggag ggggaggggg cagactgtgg gaatcacacc 24 60 
ttccagcctg agattttctt tgctatcacc aatcactgag ccctctccag gatcccctca 2520 
gtgggctcag agctaaaaac cacacctcca tctgctgggc caatcagatt tccagactgg 2580 
taccaggttg tccctcccct cctctctgtg tgtctctcac agttctgtaa ctgaccgtca 2640 
gtggtcagtt acagtctcac gcggacgtgc cactcgctgg taaggacgtt cacccaacct 2700 
agggatccct ctacagaggg aagcaaccct cctttcccta acagtgagtc cccacagagt 2760 
gctgagtcac agtgctggac cgggaggaag atgggatggc gcctcagaca gagatggaac 2820 
ccagcagcga gaacccagga ggaagacgaa gactcaaacg ctcattcctg tgcaacgttt 2880 
tgacagattt ttctttcctc tctttctttt tcccctgacc ttttcttctt tttgggttga 2940 
aacttgctga ggattgaacg aacttgtcca aagagatctt tctttatatg aagtcattaa 3000 
ttaaattttt tttttaaaga cagggtctca ttaagtagcc caagctggct tcaaactcat 3060 
gatcctcctg cctcagcctc caaagtgctg agattacaag tatatacccg tgtctggctc 3120 
aaaatagcaa ttcaaaaaca aaaactagtt ggccagatga aaagtagttt taccaaattc 3180 
acgtgttttt gtttttctga gaggctgcag ctcagatggc caaaaagctg gcaacaggag 3240 
gaccacagtg gcctgcctgc ctaagggata gtagcctagc catcctgtgt ttataccgtg 3300 
gcagcagcag aaggcataga acttagctcc agatggctct ggagagagag aaaggattct 3360 
taaagcagag ttgagacagc aagaagcagg gaattcgctg tgtcatgctg ttctgccgtg 3420 
gttagaactt agctgttctg ctgggagcta ggagcaggct tgccgccccc tgggaacacg 34 80 
ctcacaagac ggttcgtccc caaaggaaac agtgcccccc aaacaggctt tcagtccact 3540 
ctgtaatctg caccttcccc tccaggattg aaccaaagat gcatttccgg ttttgtgact 3600 
gtgccactct gtgtgtctct tgtggaacct ggtgttgtct gatcctgtcc ggctggcgct 3660 
ggatggagga ctgtctctgt gtgcatcgtg ggccctggta cttagcagag gacaaagggt 3720 
actgttgtca ggaggggaag acttggcacg ggctggacca cagttagttt agaagttatg 3780 
gaacagctca gaatcttctg gtctttgact atttcagatg gggtcagaga ccagagctgt 3840 
agccaggaag ccaggttcat catcttggtc catcgattct aaagtgggca aatttctgtg 3900 
acgtcacaaa gccggccttt gccagtgagg gctgagacac agtacaactg cctctcattt 3960 
actggtggca ggcggcttcc tttggcctct cagagctctg actgaactag aagagaacac 4020 
ggatttggct gaccctggaa gaaagctgct ctagtcctgg ctgaatttgg taagacctgg 4080 
actacttaaa ccttagggag ggactgactc cctcccgagg acccattaca ggaggaggcc 4140 
aggcttttct cccagagctg atggtgttct tcattcagca tggcttccgt tcagctccca 4200 
ggacttgaca ctgaaaatag aactctttaa gcagagagaa gaggagaacc atccacagac 4260 
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gctccccgta tttgatgtga cgtgtttgag ctttgacggg tgaagagtcc ttttaaaaga 4320 
taactgccag ctgcaggcat ctggctctgc aaagctggta ggatgtgtac ctgtgtactg 4380 
tgcccgcccc ctttctccta gccctttatg tctttttctg actgtttgct tttctcgtat 4440 
gtatgtgtgc ctgtgttggt gcgagcctgt ggagaaagag tctcccatcc ttcaaatgct 4500 
tcgagaacag cgtcagatgt acaactagtt tgcctgcgtt gctactggta ccttggactc 4560 
tgaactcagg ttacccacct gagtcctcag taggcagtgg acccattgag aggcaaatga 4620 
gaacaggagg gagacaagct gtgttctggg gcgcacataa- acacctgaca gacgagtcta 4 680 
ggaaaccgcg tgaaagaaga aatgttaaat tctttattgt tttattatat ttatatggaa 4740 
aatgtggcta tccttttgtt aagtgcagag tgtattgtct gtttgaccca tgactgtcct 4800 
tcatgaatga gtctttgcct gtgattctag tcagcctgtg gctactgatg ggaacggccg 4860 
atctgtcatc atgtgaagtc caggaggaag aatctatttt agtcatacga tttggtcatg 4920 
agtaaggact atatttatgt caccactatt gaatatatgt acttttataa tggctgtgaa 4980 
atacactttt tcctcacaaa aaaaaaaaaa aaaaaaaaaa aaaa 5024 



<210> 2 
<211> 714 
<212> PRT 

<213> Murinae gen. sp. 



<400> 2 

Met Pro Ala Ala Ala 
1 5 

Gly Gly Asp Gly Gly 

20 

Glu Gly Ser Phe Leu 
35 

Leu Arg Asp Phe Gin 
50 

Ser Arg Lys Leu Gly 
65 

His Val Leu Thr Gly 
85 

Arg Ala Lys Lys Asp 
100 

Gin lie Gin Gin Met 
115 

lie Leu Glu Thr Glu 
130 



Gly Asp Gly Leu Leu Gly 
10 

Ala Glu Asp Thr Thr Arg 
25 

Pro Ala Trp Val Ser Gly 
40 

His His Lys Arg Val Gly 
55 

Glu Gly Ser Phe Ala Lys 
70 75 

Glu Lys Val Ala lie Lys 
90 

Thr Tyr Val Thr Lys Asn 
105 

lie Arg His Pro Asn lie 
120 

Asn Ser Tyr Tyr Leu Val 
135 



Glu Pro Ala Ala Pro 
15 

Pro Ala Ala Ala Cys 
30 

Val Ser Arg Glu Arg 
45 

Asn Tyr Leu lie Gly 
60 

Val Arg Glu Gly Leu 
80 

Val lie Asp Lys Lys 
95 

Leu Arg Arg Glu Gly 
110 

Thr Gin Leu Leu Asp 
125 

Met Glu Leu Cys Pro 
140 
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Gly Gly Asn Leu Met His Lys lie Tyr Glu Lys Lys Arg Leu Asp Glu 
145 150 155 160 

Ala Glu Ala Arg Arg Tyr lie Arg Gin Leu He Ser Ala Val Glu His 
165 170 175 

Leu His Arg Ala Gly Val Val His Arg Asp Leu Lys He Glu Asn Leu 
180 185 190 

Leu Leu Asp Glu Asp Asn Asn He Lys Leu He Asp Phe Gly Leu Ser 
195 200 205 

Asn Cys Ala Gly He Leu Gly Tyr Ser Asp Pro Phe Ser Thr Gin Cys 
210 215 220 

Gly Ser Pro Ala Tyr Ala Ala Pro Glu Leu Leu Ala Arg Lys Lys Tyr 
225 230 235 240 

Gly Pro Lys He Asp Val Trp Ser He Gly Val Asn Met Tyr Ala Met 
245 250 255 

Leu Thr Gly Thr Leu Pro Phe Thr Val Glu Pro Phe Ser Leu Arg Ala 
260 265 270 

Leu Tyr Gin Lys Met Val Asp Lys Ala Met Asn Pro Leu Pro Thr Gin 
275 280 285 

Leu Ser Thr Gly Ala Val Asn Phe Leu Arg Ser Leu Leu Glu Pro Asp 
290 295 300 

Pro Val Lys Arg Pro Asn He Gin Gin Ala Leu Ala Asn Arg Trp Leu 
305 310 315 320 

Asn Glu Asn Tyr Thr Gly Lys Val Pro Cys Asn Val Thr Tyr Pro Asn 
325 330 335 

Arg He Ser Leu Glu Asp Leu Ser Pro Ser Val Val Leu His Met Thr 
340 345 350 

Glu Lys Leu Gly Tyr Lys Asn Ser Asp Val He Asn Thr Val Leu Ser 
355 360 365 

Asn Arg Ala Cys His He Leu Ala He Tyr Phe Leu Leu Asn Lys Lys 
370 375 380 

Leu Glu Arg Tyr Leu Ser Gly Lys Ser Asp He Gin Asp Ser He Cys 
385 390 395 400 
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Tyr Lys Thr Gin Leu Tyr Gin lie Glu Lys Cys Arg Ala Thr Lys Glu 
405 410 415 

Pro Tyr Glu Ala Ser Leu Asp Thr Trp Thr Arg Asp Phe Glu Phe His 
420 425 430 

Ala Val Gin Asp Lys Lys Pro Lys Glu Gin Glu Lys Arg Gly Asp Phe 
435 440 445 

Leu His Arg Pro Phe Ser Lys Lys Leu Asp Lys Asn Leu Pro Ser His 
450 455 460 

Lys Gin Pro Ser Pro Ser Leu lie Thr Gin Leu Gin Ser Thr Lys Ala 
465 470 475 480 

Leu Leu Lys Asp Arg Lys Ala Ser Lys Ser Gly Phe Pro Asp Lys Asp 
485 490 495 

Ser Phe Val Cys Arg Asn Leu Phe Arg Lys Thr Ser Asp Ser Asn Cys 
500 505 510 

Val Ala Ser Ser Ser Met Glu Phe lie Pro Val Pro Pro Pro Arg Thr 
515 520 525 

Pro Arg lie Val Lys Lys Leu Glu Pro His Gin Pro Gly Pro Gly Ser 
530 535 540 

Ala Ser lie Leu Pro Lys Glu Glu Pro Leu Leu Leu Asp Met Val Arg 
545 550 555 560 

Ser Phe Glu Ser Val Asp Arg Glu Asp His lie Glu Leu Leu Ser Pro 
565 570 575 

Ser His His Tyr Arg lie Leu Ser Ser Pro Val Ser Leu Ala Arg Arg 
580 585 590 

Asn Ser Ser Glu Arg Thr Leu Ser Gin Gly Leu Leu Ser Gly Ser Thr 
595 600 605 

Ser Pro Leu Gin Thr Pro Leu His Ser Thr Leu Val Ser Phe Ala His 
610 615 620 

Glu Glu Lys Asn Ser Pro Pro Lys Glu Glu Gly Val Cys Ser Pro Pro 
625 630 635 640 

Pro Val Pro Ser Asn Gly Leu Leu Gin Pro Leu Gly Ser Pro Asn Cys 
645 650 655 
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Val Lys Ser Arg Gly Arg Phe Pro Met Met Gly lie Gly Gin Met Leu 
660 665 670 

Arg Lys Arg His Gin Ser Leu Gin Pro Ser Ser Glu Arg Ser Leu Asp 
675 680 685 

Ala Ser Met Ser Pro Leu Gin Pro lie Ala Pro Ser Ser Leu Ser Phe 
690 695 700 

Asp Met Ala Asp Gly Val Lys Gly Gin Cys 
705 710 




<210> 3 
<211> 10 
<212> RNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism : Kozak consensus 
sequence 

<400> 3 
gccrccaugg 

<210> 4 
<211> 6 
<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: polyadenylation 
signal 

<400> 4 
aataaa 



<210> 5 
<211> 6 
<212> DNA 

<213> Murinae gen. sp . 

<400> 5 
aataca 



6 



X I. 



<210> 6 
<211> 6 
<212> PRT 

<213> murine Hunk; fragment 
<400> 6 

Asp Leu Lys Pro Glu Asn 
1 5 



<210> 7 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<221> misc_feature 
<222> (17) 

<223> n is a, c, g, or t 
<220> 

<223> Description of Artificial Sequence : degenerate 
oligonucleotide primer PTKIa 

<400> 7 

gggcccggat ccacmgngay y 



<210> 8 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : degenerate 
oligonucleotide primer PTKIIa 

<400> 8 

cccggggaat tccawaggac casacrtc 



<210> 9 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : degenerate 
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oligonucleotide primer BSTKIa 
<400> 9 

gggcccggat ccrtrcacmg vgacy 



<210> 10 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : degenerate 
oligonucleotide primer BSTKIIa 

<400> 10 

cccggggaat tccrwarctc casacatc 



<210> 11 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
primer Gapdh F 

<400> 11 

ctcactcaag attgtcagca atgc 

<210> 12 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
primer Gapdh B 

<400> 12 

agggtttctt actccttgga ggc 



<210> 13 
<211> 22 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
primer SV4 0 F 

i 

<400> 13 

ccttaaacgc ctggtgctac gc 



<210> 14 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
primer SV40 B 

<400> 14 

gcagtagcct catcatcact agatgg 



<210> 15 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
primer Hunk F 

<400> 15 

ctttcttttt cccctgacc 



<210> 16 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
primer poly (A) B 

<400> 16 

acggtgagta gcgtcacg 
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<210> 17 
<211> 714 
<212> PRT 

<213> Homo sapiens 
<400> 17 

Met Pro Ala Ala Ala Gly Asp Gly Leu Leu Gly Glu Pro Ala Ala Pro 
15 10 15 

Gly Gly Gly Gly Gly Ala Glu Asp Ala Ala Arg Pro Ala Ala Ala Cys 
20 25 30 

Glu Gly Ser Phe Leu Pro Ala Trp Val Ser Gly Val Pro Arg Glu Arg 
35 40 45 

Leu Arg Asp Phe Gin His His Lys Arg Val Gly Asn Tyr Leu lie Gly 
50 55 60 

Ser Arg Lys Leu Gly Glu Gly Ser Phe Ala Lys Val Arg Glu Gly Leu 
65 70 75 80 

His Val Leu Thr Gly Glu Lys Val Ala He Lys Val He Asp Lys Lys 
85 90 95 

Arg Ala Lys Lys Asp Thr Tyr Val Thr Lys Asn Leu Arg Arg Glu Gly 
100 105 HO 

Gin lie Gin Gin Met lie Arg His Pro Asn He Thr Gin Leu Leu Asp 
115 120 125 

He Leu Glu Thr Glu Asn Ser Tyr Tyr Leu Val Met Glu Leu Cys Pro 
130 135 140 

Gly Gly Asn Leu Met His Lys He Tyr Glu Lys Lys Arg Leu Glu Glu 
145 150 155 160 

Ser Glu Ala Arg Arg Tyr He Arg Gin Leu He Ser Ala Val Glu His 
165 170 175 

Leu His Arg Ala Gly Val Val His Arg Asp Leu Lys He Glu Asn Leu 
180 185 190 

Leu Leu Asp Glu Asp Asn Asn He Lys Leu He Asp Phe Gly Leu Ser 
195 200 205 

Asn Cys Ala Gly He Leu Gly Tyr Ser Asp Pro Phe Ser Thr Gin Cys 
210 215 220 
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Gly Ser Pro Ala Tyr Ala Ala Pro Glu Leu Leu Ala Arg Lys Lys Tyr 
225 230 235 240 



Gly Pro Lys lie Asp Val Trp Ser lie Gly Val Asn Met Tyr Ala Met 
245 250 255 

Leu Thr Gly Thr Leu Pro Phe Thr Val Glu Pro Phe Ser Leu Arg Ala 
260 265 270 

Leu Tyr Gin Lys Met Val Asp Lys Glu Met Asn Pro Leu Pro Thr Gin 

275 280 285 

Leu Ser Thr Gly Ala lie Ser Phe Leu Arg Ser Leu Leu Glu Pro Asp 
290 295 300 

Pro Val Lys Arg Pro Asn lie Gin Gin Ala Leu Ala Asn Arg Trp Leu 
305 310 315 320 

Asn Glu Asn Tyr Thr Gly Lys Val Pro Cys Asn Val Thr Tyr Pro Asn 
325 330 335 

Arg lie Ser Leu Glu Asp Leu Ser Pro Ser Val Val Leu His Met Thr 
340 345 350 

Glu Lys Leu Gly Tyr Lys Asn Ser Asp Val lie Asn Thr Val Leu Ser 
355 360 365 

Asn Arg Ala Cys His lie Leu Ala lie Tyr Phe Leu Leu Asn Lys Lys 
370 375 380 

Leu Glu Arg Tyr Leu Ser Gly Lys Ser Asp lie Gin Asp Ser Leu Cys 
385 390 395 400 

Tyr Lys Thr Arg Leu Tyr Gin lie Glu Lys Tyr Arg Ala Pro Lys Glu 
405 410 415 

Ser Tyr Glu Ala Ser Leu Asp Thr Trp Thr Arg Asp Leu Glu Phe His 
420 425 430 

Ala Val Gin Asp Lys Lys Pro Lys Glu Gin Glu Lys Arg Gly Asp Phe 
435 440 445 

Leu His Arg Pro Phe Ser Lys Lys Leu Asp Lys Asn Leu Pro Ser His 
450 455 460 

Lys Gin Pro Ser Gly Ser Leu Met Thr Gin lie Gin Asn Thr Lys Ala 
465 470 475 480 
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Leu Leu Lys Asp Arg Lys Ala Ser Lys Ser Ser Phe Pro Asp Lys Asp 
485 490 495 

Ser Phe Gly Cys Arg Asn He Phe Arg Lys Thr Ser Asp Ser Asn Cys 
500 505 510 

Val Ala Ser Ser Ser Met Glu Phe He Pro Val Pro Pro Pro Arg Thr 
515 520 525 

Pro Arg He Val Lys Lys Pro Glu Pro His Gin Pro Gly Pro Gly Ser 
530 535 540 

Thr Gly He Pro His Lys Glu Asp Pro Leu Met Leu Asp Met Val Arg 
545 550 555 560 

Ser Phe Glu Ser Val Asp Arg Asp Asp His Val Glu Val Leu Ser Pro 
565 570 575 

Ser His His Tyr Arg He Leu Asn Ser Pro Val Ser Leu Ala Arg Arg 
580 585 590 

Asn Ser Ser Glu Arg Thr Leu Ser Pro Gly Leu Pro Ser Gly Ser Met 
595 600 605 

Ser Pro Leu His Thr Pro Leu His Pro Thr Leu Val Ser Phe Ala His 
610 615 620 

Glu Asp Lys Asn Ser Pro Pro Lys Glu Glu Gly Leu Cys Cys Pro Pro 
625 630 635 640 

Pro Val Pro Ser Asn Gly Pro Met Gin Pro Leu Gly Ser Pro Asn Cys 
645 650 655 

Val Lys Ser Arg Gly Arg Phe Pro Met Met Gly He Gly Gin Met Leu 
660 665 670 

Arg Lys Arg His Gin Ser Leu Gin Pro Ser Ala Asp Arg Pro Leu Glu 
675 680 685 

Ala Ser Leu Pro Pro Leu Gin Pro Leu Ala Pro Val Asn Leu Ala Phe 
690 695 700 

Asp Met Ala Asp Gly Val Lys Thr Gin Cys 
705 710 



<210> 18 
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<211> 2826 

<212> DNA 

<213> Homo sapiens 

<400> 18 

tactccagag ttgttgtgta gctttgccat tgaaccgatc aatttttaaa ctcagggcgg 60 
cggcgggaga agccggggaa gccgaagagc ctggggagga ggagctgcga gcgcgggaga 120 
cgagcaggag ccgcgcgggc cgcgggcgag cgcgatgccg gcggcggcgg gggacgggct 180 
cctgggggag ccggcggcgc ctgggggcgg cggcggcgcg gaggacgcgg ccaggcccgc 240 
ggcggcctgc gagggaagtt tcctgcctgc ctgggtgagc ggcgtgcccc gcgagcggct 300 
ccgcgacttc cagcaccaca agcgcgtggg caactacctc atcggcagca ggaagctggg 360 
cgagggctcc tttgccaagg tgcgcgaggg gctgcacgtg ctgaccgggg agaaggtggc 420 
cataaaagtc attgataaga agagagccaa aaaggacacc tatgtcacca aaaacctgcg 480 
gcgagagggt cagatccagc agatgatccg ccaccccaat atcactcagc tccttgatat 540 
tttagaaacg gaaaacagct actacctggt catggagctg tgccctgggg gcaacctgat 600 
gcacaagatc tatgagaaga agcggctgga ggagtccgaa gcccgcagat acatccgaca 660 
gctcatctct gccgtagagc acctgcaccg ggccggggtg gtccacagag acttgaagat 720 
agagaatttg ctactagatg aagacaataa tatcaagctg attgactttg gtttgagcaa 780 
ctgcgcaggg atcctgggtt actcggatcc gttcagcaca cagtgtggca gccctgccta 840 
cgctgcacct gaactgctcg ccaggaagaa atacggcccc aaaatcgatg tctggtccat 900 
aggtgtgaac atgtatgcca tgttgaccgg gacgctgcct ttcacggtgg agcctttcag 960 
cctgagggct ttgtaccaga agatggtaga caaagaaatg aaccccctcc ccactcagct 1020 
ctccacaggt gccatcagtt tcctgcgctc tctcctggaa ccggatcctg tgaagaggcc 1080 
aaatattcag caggcactgg cgaatcgctg gcttaatgag aattacacgg gcaaagtgcc 1140 
ctgtaatgtc acctatccca acaggatttc tctggaagat ctgagcccga gcgtcgtgct 1200 
gcacatgacc gagaagctgg gttacaagaa cagcgacgtg atcaacactg tgctctccaa 1260 
ccgcgcctgc cacatcctgg ccatctactt cctcttaaac aagaaactgg agcgctattt 1320 
gtcagggaaa tctgacatcc aggacagcct ctgctacaag acccggctct accagataga 1380 
aaagtacagg gcccccaagg agtcctatga ggcctctctg gacacctgga cacgagatct 1440 
tgaattccat gccgtgcagg ataaaaagcc caaagaacaa gaaaaaagag gggattttct 1500 
tcatcgacca ttctccaaga agttggacaa gaacctgccc tcgcacaaac agccctcagg 1560 
ctcgcttatg acacagattc agaacaccaa agccctcctg aaggaccgga aggcctccaa 1620 
gtccagcttc cccgacaaag attcctttgg ctgccgcaat attttccgca aaacctcaga 1680 
ttccaattgt gtggcttctt cttccatgga gttcatcccc gtgccaccgc ccaggacccc 1740 
gaggattgtg aagaaaccgg agccccatca gccagggccc ggaagcactg gcatccccca 1800 
caaggaagac cccctgatgc tggacatggt gcgctccttc gagtctgtgg atcgcgacga 1860 
ccacgtagaa gtgctgtctc cctctcatca ctacaggatt ctgaactccc cggtcagctt 1920 
ggctcgcaga aattccagcg agaggacgct gtccccgggt ctgccatccg gaagcatgtc 1980 
gcctctccat actcctttgc atccaactct ggtctctttt gctcacgaag ataagaacag 2040 
ccccccaaaa gaggagggcc tgtgttgccc acctccggtt cccagcaatg gccccatgca 2100 
gcctctgggg agccccaatt gtgtgaaaag ccgaggccgg ttccctatga tgggcatcgg 2160 
acagatgtta aggaagcgcc atcagagtct gcagccatct gcagataggc ccctggaggc 2220 
cagcctgccc ccactgcagc ccctagcccc tgtgaacctt gcctttgaca tggccgatgg 2280 
ggtcaagacc cagtgctaac ttgggccagc ggggtttggg gtatctctag aaaacagcaa 2340 
ctgaacagag ctccacacat ctgtcagggt gtgagcactc caaggcctcg cgtggagcat 2400 
ccttagtccc acctgtagct gaatccacag acccaaagcc tgcacaaccc aacctcgctt 24 60 
agggaccccc agagatgctg gaatcgctag gagggttggc tccaggggca gccaattcct 2520 
atcattcaga tcttccttcc tcccaagtac tcaccaaccc cttccacttc ccacttcccc 2580 
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n \a %.j . 



caggcttggg gggaaaacag ggcatgagcc 
cagatctttc ttcacgctgt gctacatgtg 
gggagagaac aatatcacag tcattcatcc 
ccctgccttt catagcaggg attacctgaa 
tcctca 



ttctggggca ctcagattat ggactgttac 2640 
tgcctctcac agcagttggc cacagttaca 2700 
aggccacgtt tcctctgcgg agtgtagcag 2760 
ggccagcagg agccgggggc aggcccagga 2820 

2826 
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